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Acetate catabolism 
anaerobic chemotrophic bac- 
teria and, 43-59 
carbon monoxide de- 
hydrogenase pathway 
and, 50-56 
citric acid cycle and, 45-50 
Acid phosphatase 
regulation of 
exp/agr locus and, 395 
Acinetobacter calcoaceticus 
TrpB sequence of, 587 
TrpG sequence of, 574 
Acinetobacter spp. 
anthranilate synthase and, 571 
Acquired immunodeficiency syn- 
drome (AIDS), 504, 526- 
28, 629-51 
Acremonium chrysogenum 
isopenicillin N synthase gene 
of, 180 
Actinomycetes 
alkalophilic, 456 
aminoglycoside biosynthesis 
and, 184 
antibiotic biosynthesis and, 
174 
antibiotic resistance mech- 
anisms in, 222-24 
Actinomycins 
biosynthesis of, 179 
Actinorhodin 
biosynthesis of, 187-89 
Acyl carrier protein, 318-22 
Acyltransferase gene, 181 
Adhesins 
gonococcal surface com- 
ponents as, 128-30 
structures of, 11 
Adult T-cell leukemia/lymphoma 
human T-cell lymphotropic 
virus type | and, 630, 
647 
Aerobacter aerogenes 
aerobactin production in, 304 
Aeromonas hydrophila 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
cytolysins of 
biological effect and rele- 
vance in vivo of, 13 
Agressin test, 9 
AIDS 
See Acquired im- 
munodeficiency syn- 
drome 


Alkalophilil 
biodiversity of, 436-40 
biotechnology and, 452- 
56 
motility of, 443-44 
oxidative phosphorylation 
and, 444-51 
pH homeostasis and solute 
uptake in, 440-43 
properties of, 440-52 
Alkalophilic genes 
genetic engineering and, 456- 


Amifloxacin, 603 
Amikacin 
Pseudomonas aeruginosa and, 
161 
p-Aminobenzoic acid synthase 
phosphate repression of, 194- 
95 


Aminoglycosides 
biosynthesis of, 184-87 
enzymes modifying, 210-12 
resistance to, 221-22 
staphylococcal plasmids and, 


a-Amylases 

alkalophilic bacteria and, 454 
Anaerobic chemotrophic bacteria 

acetate catabolism in, 43-59 
Anthracyclines 

biosynthesis of, 183-84 
Anthranilate synthase 

a subunit, 575-79 

B subunit, 572-75 

tryptophan pathway and, 571- 

79 


Anthrax, 2, 4, 10 
Antibiotic biosynthesis genes, 
173-98 
clustering of, 174-76 
expression of 
coordination of, 192-93 
Antibiotic resistance, 207-27 
drug-binding proteins and, 
223-24 
at target sites, 215-22 
Antibiotic resistance genes 
clustering of, 174-76 
expression of 
coordination of, 192-93 
Antibiotics 
Bacillus subtilis DNA synthe- 
sis and, 98 
bactericidal concentrations of 
mechanisms controlling, 
74-75 
Clostridium difficile-associated 
colitis and, 82 


development of 
alkalophilic B-lactamases 
and, 453 
electropositive, 161 
enzymes modifying, 209-15 
intestinal translocation and, 
75-76 
mouse intestinal fiora and, 73 
nucleoside 
biosynthesis of, 191 
Antibody specificity 
virulence determinants and, 8 
Antibody tests 
human immunodeficiency 
virus type | and, 632-37 
Antigenic variation 
Paramecium spp. and, 26 
Antigens 
gonococcal 
phagocyte degradation or 
modification of, 137- 
38 
surface 
variation in Paramecium, 
23-40 
Antimicrobials 
screening studies for, 75 
Apramycin, 211 
Aquaspirillum magnetotacticum 
magnetosomes of, 163 
Aquaspirillum spp. 
S-layers of 
metallic ions and, 157 
Arabidopsis thaliana 
retrotransposons of, 405, 408 
Archaebacteria 
cell walls of, 153-54 
sheaths of, 155 
S-layers of, 154-55 
Archaeglobus fulgidus 
acetate catabolism in 
carbon monoxide de- 
hydrogenase pathway 
and, 54-55 
Arthrobacter spp. 
gram-staining variability in, 
153 
Ascaris lumbricoides 
retrotransposons of, 408 
Aspergillus nidulans 
isopenicillin N synthase gene 
of, 180 
Autogenous drugs 
resistance to 
regulation of, 224-27 
Azotobacter chroococcum 
capsule of 
metallic ions and, 157 
Azurophil-derived bactericidal 
factor 
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oxygen-independent killing of 
gonococci and, 134 
B 


Bacilli 
gram-staining variability in, 
153 


Bacillus fragilis 
third-generation quinolones 
and, 613 
Bacillus lichenformis NCTC 
6324 
cell wall of, 151 
Bacillus licheniformis NCTC 
6346 


cell wall of 
divalent metal ions in, 155- 
56 
Bacillus pumilis, 109 
trp operon of 
attenuation and, 591 
Bacillus spp. 
aminoglycoside biosynthesis 
and, 184 
anthranilate synthase and, 571 
antibiotic biosynthesis and, 
174 
peptide secondary metabolites 
from, 176-77 
Bacillus subtilis 
a-toxin determinant expressed 
in, 392-93 
cell wall of 
electronegativity of, 160 
DNA/membrane complex of, 
94-101 
hybridization and, 98-99 
initiation in vitro of, 98 
initiation in vivo of, 94-96 
membrane proteins and, 96- 
97 
membrane repressor proteins 
of, 99-100 
N-phosphoribosylanthranilate 
isomerase and, 584 
replication initiation in 
membrane proteins and, 90 
staphylococcal plasmid 
replication in, 544-45 
termination in, 100 
TrpE sequence of, 575 
TrpG sequence of, 574 
trp operon of 
attenuation and, 591 
in vitro replication of, 98 
Bacillus subtilis 168 
cell wall of 
divalent metal ions in, 155- 
56 
gram-positive, 149-50 
Bacteria 
alkalophilic, 435-57 


biodiversity of, 436-40 
biotechnology of, 452-56 
motility of, 443-44 
oxidative phosphorylation 
and, 444-51 
pH homeostasis and solute 
uptake in, 440-43 
properties of, 440-52 
anaerobic chemotrophic 
acetate catabolism in, 43-59 
capsules, S-layers, and 
sheaths of, 154-55 
cell-mediated killing of 
immunoglobulin A and, 
517-19 
cellular attributes of, 148-49 
cell walls of, 149-54 
denitrifying 
acetate catabolism in, 49 
DNA/membrane complexes 
of, 92-107 
DNA replication in 
DNA/membrane complex 
in, 89-114 
enteric 
TrpG sequences of, 573-74 
fatty acid degradation in, 334- 
36 
fatty acid synthesis in, 318-25 
ferric and manganese ion- 
reducing 
acetate catabolism in, 49-50 
gastrointestinal colonization 
by 
intestinal microflora con- 
trolling, 73-74 
gram-negative 
cell walls of, 151-52, 156- 


third-generation quinolones 
and, 613 
gram-positive 
cell walls of, 149-51 
gram-variable 
cell walls of, 152-53 
immunoglobulin A defense 
against 
mechanisms of, 512-23 
internal metal deposits in, 
162-64 
lipid metabolism in, 317-37 
metal accumulation by, 147- 
67 
pathogenicity of, 1-19 
biological tests of, 5-6 
genetic manipulation and, 
12-14 
steps in studies of, 4-12 
phospholipid synthesis in, 
325-32 
starvation survival in, 293- 


carbon and, 305-6 


iron and, 303-5 
macromolecular degradation 
and, 294-97 
nitrogen and, 297-300 
phosphorus and, 300-3 
surface antigens of, 23-24 
surfaces of, 149-55 
metallic ions and, 155-58 
sorption of metals to, 158- 
62 
toxins of 
biological activity in vivo 
of, 9 
chemical structure/ 
biological function of, 
11-12 
identifying, 7 
immunoglobulin A and, 
514-16 
translocation, 76 
ubiquity of, 164-66 
virulence of 
comparing, 4-5 
differing, 5 
Bactericidal/permeability- 
increasing protein 
oxygen-independent killing of 
gonococci and, 134 
Bacteriophage(s) 
DNA/membrane complexes 
and, 110-12 
DNA packaging in, 267-86 
Bacteriophage DNA 
maturation of 
features of, 282-84 
packaged 
structure of, 271-74 
Bacteriophage A 
DNA/membrane complex of, 
110-11 
unique ends of, 275-77 
Bacteriophage Mu 
DNA/membrane complex of, 
112 
DNA packaging in, 282 
Bacteriophage P1 
pac site cutting in, 278-79 
Bacteriophage P2 
packaging properties of, 280- 
81 


Bacteriophage P22 
pac site cutting in, 277-78 
Bacteriophage T1 
pac site cutting in, 279-80 
Bacteriophage T3 
unique ends of, 277 
Bacteriophage T4 
DNA/membrane complex of, 
111-12 
randomly permuted DNAs of, 
280 
Bacteriophage T7 
unique ends of, 277 





B cells 
exfoliative toxins and, 380 
Beggiatoa spp. 
sheaths of, 155 
Berninamycin, 220 
Bialaphos 
biosynthesis of, 177-79 
enzymes modifying, 215 
Bleomycin 
resistance to, 223-24 
Bombyx mori 
ribosomal DNA repeats of 
transposable elements in, 
409 
Bone infections 
second-generation quinolones 
and, 610 
Bordetella pertussis, 4 
Botulinum toxin 
chemical structure/biological 
function of, 11 
Bovine spongiform encephalo- 
pathy, 346, 366 
Brevibacterium lactofermentum 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
indoleglycerol phosphate syn- 
thase and, 581 
N-phosphoribosylanthranilate 
isomerase and, 584 
TrpB sequence of, 587 
TrpE sequence of, 575 
TrpG sequence of, 574 
trp operon of 
attenuation and, 591 
Bromelain 
vesicular stomatitis virus in- 
fectivity and, 8 
Brucella spp. 
ciprofloxacin and, 608 
localization in fetal tissues 
erythritol and, 17 
Bullous impetigo, 379 
Butirosin 
enzymes modifying, 211 


C 


cAMP 
carbon utilization and, 305-6 
Campylobacter spp. 
second-generation quinolones 
and, 609 


Candicidin 
biosynthesis of 
p-aminobenzoic acid syn- 
thase and, 194 
Capreomycin 
enzymes modifying, 214 
Caprine arthritis-encephalitis 
virus 
host proteases and, 19 


Capsules 
bacterial, 154-55 
metal interactions with, 157 
Carbomycin 
biosynthesis of, 183 
Carbon 
starvation survival and, 305-6 
Carbon monoxide dehydrogenase 
pathway 
acetate catabolism via 
anaerobic bacteria and, 50- 
56 
Cassette exchange 
staphylococcal plasmids and, 
542-43 
Cathepsin G 
amino acid sequence for, 135 
isozymes of, 134-35 
oxygen-independent killing of 
gonococci and, 134 
Cationic antimicrobial proteins 
oxygen-independent killing of 
gonococci and, 134 
Caulobacter crescentus 
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N-phosphoribosyl 
isomerase and, 584 
TrpB sequence of, 587 
Ceftriaxone 
gonococcai infections and, 


Cellulases 
alkalophilic bacteria and, 452- 
53 
Cellulose 
degradation of 
alkalophilic cellulase and, 
452-53 
Cephalosporin 
biosynthesis of, 179 
Cephamycin 
biosynthesis of, 179 
gene linkage and, 181 
Chemical purification 
virulence determinants and, 7- 
8 
Chemotaxis 
gonococci and phagocytic 
cells and, 123-24 
Cherts 
microfossils in, 164-66 
Chlamydia spp. 
ciprofloxacin and, 608 
Chlamydia trachomatis 
second-generation quinolones 
and, 610 
Chioramphenicol 
resistance genes for, 175 
Cholera 
antibiotics facilitating, 73 
immunoglobulin A and, 515 
Cholera toxin, 10 
chemical structure/biological 
function of, 11 
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Chromobacterium violaceum 
capsule of 
metallic ions and, 157 
Chronic granulomatous disease, 
133 
Chronic wasting disease, 345, 
366 
Ciprofloxacin, 602 
biotransformation of , 606 
gastrointestinal infections and, 
609 
gonococcal infections and, 
610 
granulocytopenia and, 611 
pharmacokinetics of, 605 
Pseudomonas aeruginosa and, 
608 
respiratory tract infections 
and, 609 
theophylline serum con- 
centrations and, 611-12 
toxicity of, 612 
Citric acid cycle 
acetate oxidation via 
anaerobic bacteria and, 45- 


Citrobacter spp. 
anthranilate synthase- 


hy 





phosphoribosy! 
complex in, 579 
heavy-metal deposition in, 
161 
Clostridium difficile 
intestinal colonization by 
ecological factors associated 
with, 82-83 
Clostridium spp. 
gram-staining variability in, 
153 
Clostridium thermoaceticum 
acetate catabolism in 
carbon monoxide de- 
hydrogenase pathway 
and, 51 
Coagulase 
genetic evaluation of, 394 
regulation of 
explagr locus and, 395 
Colitis 
Clostridium difficile-associated 
antibiotics and, 82 
Colonization resistance, 74 
in animals, 76-77 
antimicrobials not affecting 
screening studies for, 75 
oral tolerance and, 79-80 
Commensal-pathogen conver- 
sion, 16 
Complement activation 
immunoglobulin A and, 516 
Sindbis virus envelope gly- 
coproteins and, 18-19 
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Creutzfeldt-Jakob disease, 345, 
365 
Crithidia fasciculata 
transposonlike elements of, 
409 
Cyanobacteria 
filamentous 
sheaths of, 155 
Cyclomaltodextrin glucanotrans- 
ferase 
alkalophilic bacteria and, 453- 
54 
Cytidine 5'-monophospho-N- 
acetyl neuraminic acid 
gonococci and, 10, 124 
Cytolysins 
biological effect and relevance 
in vivo of, 13 
Cytotoxic T cells 
virulent viruses and, 6 


D 


Deacetoxycephalosporin C syn- 
thase gene, 180 
Defensins 
oxygen-independent killing of 
gonococci and, 134 
Demyelinating disease 
human T-cell lymphotropic 
virus type | and, 630 
Denitrifying bacteria 
acetate catabolism in 
citric acid cycle and, 49 
Desulfobacter hydrogenophilus 
acetate catabolism in 
citric acid cycle and, 49 
Desulfobacterium autotrophicum 
acetate catabolism in 
carbon monoxide de- 
hydrogenase pathway 
and, 5354 
Desulfobacter postgatei 
acetate catabolism in 
citric acid cycle and, 47-49 
Desulfotomaculum acetoxidans 
acetate catabolism in 
carbon monoxide de- 
hydrogenase pathway 
and, 51-53 
Desulfotomaculum geothermi- 
cum, 53 
Desulfotomaculum orientis, 53 
Desulfotomaculum saj lens, 
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second-generation quinolones 
and, 609 
Dictyostelium discoideum 
DIRS-1 elements of, 410 
Difloxacin, 602 
Digestive tract 
See Gastrointestinal tract 
Diphtheria toxin 
chemical structure/biological 
function of, 11 
DNA 
bacteriophage 
maturation of, 282-84 
structure of, 271-74 
recombinant 
in vitro packaging in, 285- 
86 
staphylococcal genetics 
and, 378 
DNA/membrane complexes 
analyses of, 91-112 
Bacillus subiilis and, 94- 
101 
bacterial, 92-107 
bacteriophages and, 110-12 
Escherichia coli and, 101-7 
plasmids and, 107-10 
Streptococcus pneumoniae 
and, 92-94 
DNA packaging 
bacteriophage, 267-86 
DNA ejection and, 271 
DNA processes in vivo and, 
284 
functions of components in, 
269-71 
recombinant DNA and, 285- 
86 
structural requirements for, 
284-85 
DNA polymerases 
pneumococcal DNA/ 
membrane complex and, 
93-94 
DNA replication 
phospholipids and, 333 
prokaryotic 
DNA/membrane complex 
in, 89-114 
DNA translocation 
models of, 268-69 
Drosophila melanogaster 
retrotransposons of, 405-7 





Desulfurococcus spp. 
acetate catabolism in, 59 
Desulfuromonas acetoxidans 
acetate catabolism in 
citric acid cycle and, 45-47 
Diartheal disease 
bacterial, 4 


Drosophila spp. 
retrotransposons of 
host factors and, 416- 


poly(A)-type, 414 

transcription of, 412-13 
ribosomal DNA repeats of 

transposable elements in, 


E 


Efrotomycin, 216 
Electrochemical sodium gradient 
alkalophile motility and, 443- 
as 
Electroporation, 12 
Enoxacin, 602 
biotransformation of, 606 
gonococcal infections and, 
610 
pharmacokinetics of, 605 
respiratory tract infections 
and, 609 
side effects of, 611 
theophylline serum con- 
centrations and, 611-12 
Enteric bacteria 
TrpG sequences of, 573-74 
Enteritis 
infectious 
lomefloxacin and, 617 
Enterobacter aerogenes 
capsule of 
metallic ions and, 157 
Enterobacter cloacae 
anthranilate synthase- 
phosphoribosyltransferase 
complex in, 579 
Enterobacter liquifaciens 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
Enterobacter spp. 
fluorinated quinolones and, 
607 
Enterotoxin(s) 
staphylococcal, 382-91 
serological groups of, 383 
Enterotoxin A 
genetic evaluation of, 384-85 
Enterotoxin B 
genetic evaluation of, 385-86 
regulation of 
exp/agr locus and, 395 
Enterotoxin C 
genetic evaluation of, 387 
Enterotoxin D 
genetic evaluation of, 387-88 
regulation of 
exp/agr locus and, 395 
Enterotoxin E 
genetic evaluation of, 388-89 
Enzyme(s) 
alkalophilic bacteria and, 452- 
56 
antibiotic-modifying, 209-15 
bacterial 
immunoglobulin A and, 
514-16 
Enzyme-linked immunosorbent 
assay 





human immunodeficiency 
virus type 1 and, 633-35 
Epidermolytic toxins, 379-82 
Epstein-Barr virus, 235 
genetic contents of, 249-52 
Erwinia carotovora 
anthranilate synthase- 
phosphoribosy transferase 
complex and, 579 
Erwinia dissolvens 
anthranilate synthase- 
phosphoribosyltransferase 
complex in, 579 
Erythritol 
brucellae localization in fetal 
tissues and, 17 
Erythromycin 
biosynthesis of, 181-82 
biosynthesis genes 
clustering of, 175 
resistance genes for, 175 
Escherichia coli 
a-toxin determinant expressed 
in, 392-93 
acyl carrier protein of, 318-22 
adhesins from 
structures of, 11 
aerobactin promoter of, 304 
anthranilate synthase- 
phosphoribosyltransferase 
complex in, 579 
capsular polysaccharide pro- 
duction by 
gene cloning and, 14 
cathepsin G and, 134 
chromoid/membrane complex 
of, 101-2 
chromosome replication in 
dna products required for, 
90 
termination of, 106 
cytolysins of 
biological effect and rele- 
vance in vivo of, 13 
dna gene products of 
membrane association of, 
104-5 
DNA/membrane complex of, 
101-7 
fatty acid degradation in, 334- 
36 
fatty acid synthesis in, 318-25 
fluorinated quinolones and, 
607 
growth in vivo of 
iron restriction and, 10 
immunoglobulin A protease 
expression in, 515 
in vitro replication of, 101 
membrane protein binding to 
genome in, 102-4 
murein sacculus of, 151 


mutant strains of 
Stress resistance of, 310 
pathogenic 
generation times of, 294 
peptidase-deficient mutants of 
starvation and, 306 
phospholipid synthesis in, 
325-32 
toxigenic 
second-generation quino- 
lones and, 609 
TrpB sequence of, 586 
TrpE sequence of, 574 
Escherichia coli K\ 
resistance to phagocytosis, 8 
Exfoliatin A, 380-82 
regulation of 
exp/agr locus and, 395 
Exfoliatin B, 380-82 
regulation of 
exp/agr locus and, 395 
Exfoliative toxins, 379-82 
Exotoxins 
pyrogenic, 383-84 
External secretions 
anti-human immunodeficiency 
virus type | antibodies 
in, 528 
human immunodeficiency 
virus type | in, 527 


FE 


Fatty acid(s) 
incorporation into phospholi- 
pids, 325 
Fatty acid degradation 
bacterial, 334-36 
Fatty acid synthesis 
bacterial, 318-25 
transcriptional regulation of, 
323-25 
Feline leukemia virus 
pISE protein of 
neutrophil and natural killer 
cell functions and, 19 
Fleroxacin, 602 
drug interactions of, 617 
pharmacokinetics of, 612-13 
Fluorinated quinolones, 601-17 
Fungi 
filamentous 
antibiotic biosynthesis and, 
174 
Fusidic acid 
staphylococcal plasmids and, 
538 


G 


Gastrointestinal tract 
selective decontamination of, 
75 
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Gastrointestinal tract infection 
human immunodeficiency 
virus type | and, 527-28 
second-generation quinolones 
and, 609 
Gastrointestinal tract wall 
attachment of toxins and mi- 
crobes to 
mucosal barrier and, 80-82 
Gene cloning 
genes coding for capsular 
polysaccharide production 
and, 14 
Treponema pallidum and, 13 
Genetic engineering 
alkalophilic genes and, 456- 
57 


Genetic manipulation 
bacterial pathogenicity and, 
12-14 
viral pathogenicity and, 14-15 
virulence determinants and, 7 
Gentamicins 
enzymes modifying, 212 
Pseud aer gi and 
161 
Gerstmann-Straussler syndrome, 
345, 365 
Glucose 
secondary metabolite synthesis 
and, 195 
a-Glucosidase 
alkalophilic bacteria and, 456 
Glycolipids 
gonococci binding to, 130 
Gonococcal peptidoglycan 
inflammatory reactions and, 
124 
Gonococcal urethritis 
lomefloxacin and, 617 
Gonococci 
adhesins from 
structures of, 11 
antigens of 
phagocyte degradation or 
modification of, 137- 
38 
antiphagocytic activity of, 
126-28 
host-induced resistance of, 
10 
infection due to 
second-generation quino- 
lones and, 610 
intracellular survival of, 132- 





33 

pathogenicity of, 8 

phagocytic cells and, 121-38 
chemotaxis and, 123-24 
cytotoxicity and, 124-25 
extracellular events and, 

122-26 
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intracellular events and, 
131-38 
opsonization and, 125-26 
surface events and, 126-31 
receptors for, 130-31 
surface components of 
as adhesins and 
phagocytosis-promoting 
activities, 128-30 
Gonorrhea, 122, 126 
Gramicidin biosynthetic genes, 
176 
Gram-negative bacteria 
cell walls of, 151-52 
metallic ions in, 156-58 
third-generation quinolones 
and, 613 
Gram-positive bacteria 
cell walls of, 149-51 
Gram-variable bacteria 
cell walls of, 152-53 
Granulocyte(s) 
gonococci and, 122 
Granulocyte colony-stimulating 
factor 
anticasein immunoglobulin A 
and, 518 
Granulocyte-macrophage colony- 
stimulating factor 
anticasein immunoglobulin A 
and, 518 
Granylocytopenia 
quinolones and, 610-11 
Gut-associated lymphoid tissue 
(GALT) 
bacterial lipopolysaccharides 
and, 79 
immunoglobulin A responses 
in, 509 
immunoregulation of intestinal 
flora and, 78 


H 


Haemophilus ducreyi 
second-generation quinolones 
and, 610 
Haemophilus influenzae 
fluorinated quinolones and, 
607-8 
immunoglobulin Al proteases 
from, 515 
third-generation quinolones 
and, 613 
Hafnia alvei 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
Hairy cell leukemia 
human T-cell lymphotropic 
virus type II and, 648 
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Halobacterium spp. 
cell surface of, 153 
Heat shock 
starvation proteins and, 
307 


Heavy metals 
staphylococcal plasmids and, 


Hemagglutination 
human immunodeficiency 
virus type | antibodies 
and, 640 
Hemagglutinin 
influenza virus, 467-82 
biosynthesis and transport 
of, 468-69 
cell attachment and, 524 
cytoplasmic domain of, 
474-75 
ectodomain of, 470-73 
oligomerization and, 476- 
78 
polarized transport and, 
478-82 
signal peptide and, 469 
structural features of, 467- 
68 
temperature-sensitive 
mutants and, 475-76 
transmembrane anchor do- 
main of, 473-74 
Herpes simplex virus type 1, 
235 
genetic contents of, 239-47 
Herpes simplex virus type 2, 
235 


genetic contents of, 247 
Herpesviruses 
evolution of, 255-57 
genomic relationships among. 
254-55 
human 
genetic contents of, 239- 
54 
genomes of, 235-58 
HIV-1 
See Human immunodeficiency 
virus type | 
HIV-2 
See Human immunodeficiency 
virus type 2 
Host defense 
caprine arthritis-encephalitis 
virus and, 19 
immunoglobulin A defense 
and, 513 
phagocytic theory of, 123 
virulent/attenuated virus 
strains and, 6 
HTLV-I 
See Human T-cell 
lymphotropic virus type I 


HTLV-II 
See Human T-cell 
lymphotropic virus type 
il 


Human cytomegalovirus, 236 
genetic contents of, 252-54 
Human herpesvirus(es) 
genetic contents of, 239-54 
genomes of, 235-58 
structures of, 237-39 
Human herpesvirus 6, 236 
genetic contents of, 254 
Human immunodeficiency virus 
type 1 (HIV-1), 5, 504 
acquired immunodeficiency 
syndrome and, 630 
antibodies 
rapid screening assays for, 
639-40 
antigen detection, 640-41 
culture, 641-42 
external secretions and, 527 
infection due to 
diagnosis in infants, 645-47 
gastrointestinal tract, 527- 
28 
neutralizing antibodies to, 
526-27 
screening tests for, 632-44 
structure and immunogenicity 
of, 631-32 
Human immunodeficiency virus 
type 2 (HIV-2), 630, 644- 
45 
Human intestine 
ecology of, 69-83 
Human retroviruses 
structure and immunogenicity 
of, 631-32 
Human T-cell lymphotropic 
virus type I (HTLV-I), 
647-50 
adult T-cell leukemia/ 
lymphoma and, 630, 647 
detection of 
methods of, 649-50 
serologic testing for, 649 
structure and function of, 648 
tropical spastic paraparesis 
and, 630, 648 
Human T-cell lymphotropic 
virus type Il (HTLV-ID, 
647-50 
hairy cell leukemia and, 648 
Huntington’s disease 
delayed onset of, 365 
Hyaluronidase 
virulence and, 376 
Hybridization 
Bacillus subtilis DNA/ 
membrane complex and, 
98-99 





Hygromycin 

resistance genes for, 175 
Hygromycin B 

enzymes modifying, 213 


Immobilization test 
antigenic variation in Para- 
mecium spp. and, 26 
Immune exclusion 
immunoglobulin A and, 521- 
23 


Immune system 
mucosal, 504-11 
Immunoblotting 
human immunodeficiency 
virus type 1 antibodies 
and, 640 
Immunoglobulin A 


as antiinflammatory molecule, 


519-21 
defense, 503-29 
bacteria and, 512-23 
intestinal colonization and, 
78-79 
isotype expression, 510-11 
J chain of, 505 
secretory, 505-7 
virus neutralization and, 
525-26 
structure of, 504-5 
subclasses of, 508-9 
transport of, 507-8 
virus neutralization by, 523- 


Impetigo 
bullous, 379 
Indirect immunofluorescent 
assay 
human immunodeficiency 
virus type 1 and, 637 
Indoleglycerol phosphate syn- 
thase 
tryptophan pathway and, 581- 
83 


Influenza virus 
hemagglutinin, 467-82 

biosynthesis and transport 
of, 468-69 

cell attachment and, 524 

cytoplasmic domain of, 
474-75 

ectodomain of, 470-73 

oligomerization and trans- 
port and, 476-78 

polarized transport and, 
478-82 

signal peptide and, 469 

structural features of, 467- 


temperature-sensitive 
mutants and, 475-76 
transmembrane anchor do- 
main of, 473-74 
M2 protein, 493-94 
membrane proteins of , 465-96 
NB protein, 494-95 
neuraminidase, 482-93 
amino terminal cytoplasmic 
tail of, 484-85 
globular head of, 490-91 
polarized expression of, 
492-93 
stalk region of, 489-90 
temperature-sensitive 
mutants and, 491-92 
uncharged region of, 485- 
89 


pathogenicity of 
hemagglutinin structure 
and, 11 
reassortants and, 14 
reassortment in, 5 
type A 
secretory immunoglobulin 
A and, 525-26 
virulence of 
replication and, 6 
Interferon 
virulent/attenuated virus 
strains and, 6 
Intestinal flora 
colonization resistance- 
associated 
oral tolerance and, 79-80 
development after birth, 76-82 
gastrointestinal colonization 
and, 73-74 
immunoregulation of, 77-78 
In vivo environment 
pathogenicity and, 17 
Irloxacin, 603 
Iron 
starvation survival and, 303-5 
Isolation 
immunocompromised animals 
and, 71-72 
Isopenicillin N synthase genes, 
180 


K 


Kanamycin 
enzymes modifying, 211-12 
resistance genes for, 175 
3-Ketoacyl-ACP synthase 
discovery of, 322-23 
Kirromycin, 216 
Kirrothricin, 216 
Klebsiella aerogenes 
TrpA sequence of, 589 
TrpE sequence of, 574 
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Klebsiella pneumoniae 
growth in vivo of 
iron restriction and, 10 
Klebsiella spp. 
fluorinated quinolones and, 
607 
Kuru, 345, 364-65 


L 


B-Lactamases 
alkalophilic bacteria and, 453 
B-Lactams 
biosynthesis of, 179-81 
Lactoperoxidase 
antimicrobial effect of 
immunoglobulin A and, 
514 
Legionella pneumophila, 4 
fluorinated quinolones and, 
607-8 
third-generation quinolones 
and, 613 
Leptothrix spp. 
sheaths of, 155 
metallic ions and, 158 
Leucocidin, 391-92 
Leukemia 
adult T-cell 
human T-cell lymphotropic 
virus type I and, 630, 
647 
hairy cell 
human T-cell lymphotropic 
virus type II and, 648 
Lincosamides 
resistance to, 221 
regulation of, 226-27 
Lipase 
virulence and, 376 
Lipid metabolism 
bacterial, 317-37 
Lipopolysaccharide 
Escherichia coli resistance to 
phagocytosis and, 8 
gut-associated lymphoid tissue 
and, 79 


phosphory! groups in 
metal interactions with, 157 
Listeria monocytogenes 
cell-invasion determinants of, 
12 
cytolysins of 
biological effect and rele- 
vance in vivo of, 13 
Lividomycin 
enzymes modifying, 211 
Lomefloxacin, 602 
clinical uses of, 614-17 
drug interactions of, 617 
pharmacokinetics of, 612-13 
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Lymphoma 
adult T-cell 
human T-cell lymphotropic 
virus type I and, 630, 
647 
Lysozyme 
gonococcal peptidoglycan 
and, 124 


M 


Macrolides 
biosynthesis of, 181-83 
resistance to, 220-21 
regulation of, 226-27 
Macromolecular degradation 
Starvation survival and, 294- 


Macrophages 
virulent/attenuated virus 
strains and, 6 
Magnesium 
bacterial cell walls and, 155 
Magnetite 
bacterial, 162 
Magnetosomes, 162-63 
Major capsid protein 
DNA packaging and, 270-71 
B-Mannosidase 
alkalophilic bacteria and, 456 
Mechanococcus jannaschii 
cell surface of, 153 
Metallic ions 
bacterial surfaces and, 155-58 
Metalloprotease 
regulation of 
exp/agr locus and, 395 
Metazoa 
surface antigens of, 23-24 
Methanobacterium spp. 
cell surface of, 153 
Methanobacterium thermoalca- 
liphilum 
growth in high pH range, 437 
Methanochondroitin, 153 
Methanococcus voltae 
TrpB sequence of, 587 
Methanosarcina barkeri 
acetate disproportionation in, 
Methanosarcina spp. 
cell surface of, 153 
Methanosarcina thermophila 
acetate disproportionation in, 
58 
Methanospirillum hungatei 
cell surface of, 153 
sheaths of 
metallic ions and, 158 
Methanospirillum spp. 
sheaths of, 155 
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Methanothrix concilii 
sheaths of 
metallic ions and, 158 
Methanothrix soehngenii 
acetate disproportionation in, 
58-59 
Methanothrix spp. 
sheaths of, 155 
Methylenomycin 
biosynthesis of, 189-90 
resistance genes for, 175 
resistance to, 222-23 
Microbial biomineralization, 
147-48 
Microbiogeochemistry, 166 
Microfossils, 164-66 
Micromonospora chalcea 
neomycin produced by, 211 
Micromonospora purpurea 
aminoglycoside resistance in, 
219 
Micromonospora spp. 
aminoglycoside biosynthesis 
and, 184 
gentamicins produced by, 212 
Monoclonal antibodies 
Escherichia coli K1 resistance 
to phagocytosis and, 8 
mRNA 
prion protein 
transcription of, 352-53 
Mucosal immune system, 504- 
11 
Mutagenesis, 5 
bacterial/viral pathogenicity 
and, 12-15 
Mycobacterium spp. 
gram-staining variability in, 
153 


Mycobacterium tuberculosis 
ciprofloxacin and, 608 

Mycoplasma spp. 
ciprofloxacin and, 608 


N 


Nalidixic acid 
urinary tract infections and, 


Natural killer cells 
feline leukemia virus p15E 
protein and, 19 
virulent viruses and, 6 
Nebramycin, 211 
Neisseria gonorrhoeae, 122 
immunoglobulin Al proteases 
from, 515 
Neisseria meningitidis 
capsular polysaccharide pro- 
duction by 
gene cloning and, 14 


immunoglobulin Al proteases 
from, 515 
Neisseria spp. 
fluorinated quinolones and, 
607 
Neomycins 
enzymes modifying, 211 
resistance genes for, 175 
Neuraminidase 
influenza virus, 482-93 
amino terminal cytoplasmic 
tail of, 484-85 
globular head of, 490-91 
polarized expression of, 
492-93 
stalk region of, 489-90 
temperature-sensitive 
mutants and, 491-92 
uncharged region of, 485- 
89 
Neurospora spp. 
TrpG sequence of, 574 
Neutrophils 
feline leukemia virus p1S5SE 
protein and, 19 
Nicotiana tabacum 
retrotransposons of, 405, 408 
Nitrogen 
starvation survival and, 297- 
300 
Nongonococcal urethritis 
lomefloxacin and, 617 
Norfloxacin, 602 
biotransformation of, 606 
gastrointestinal infections and, 
609 
gonococcal infections and, 


pharmacokinetics of, 605 
toxicity of, 612 
Normal human serum (NHS) 
gonococcal resistance to, 123 
Nosiheptide, 220 
Nourseothricin 
enzymes modifying, 214-15 
Novobiocin 
resistance to 
regulation of, 227 
Nuclease 
regulation of 
exp/agr locus and, 395 
Nucleic acids 
prion-specific 
search for, 360-61 
Nucleoside antibiotics 
biosynthesis of, 191 


oO 


Ofloxacin, 602 
biotransformation of, 606 





gonococcal infections and, 


pharmacokinetics of, 605 
respiratory tract infections 
and, 609 
Oligo-1 ,6-glucosidase 
alkalophilic bacteria and, 456 
Oligomerization 
influenza virus hemagglutinin 
and, 476-78 
Opsonization 
gonococcal phagocytosis and, 
125-26 
Opsonophagocytosis, 126 
Osteomyelitis 
second-generation quinolones 
and, 610 
Oxidative phosphorylation 
alkalophilic bacteria and, 444- 
51 
Oxidative stress 
Starvation proteins and, 307 
Oxytetracycline 
biosynthesis of 
mutations blocking, 175 
resistance genes for, 175 


P 


Panagrellus redivivus 
retrotransposons of, 408 
Paramecium primaurelia 
allelic exclusion in, 29 
coding sequences of, 32-34 
DNA-mediated transformation 
in, 39 
noncoding sequences of, 34 
surface antigens of, 25-26 
Paramecium spp. 
macronuclear genome of, 29- 
micronuclear genome of, 29 
serotypes of, 27 
surface antigen genes of, 29- 
34 
localization and environ- 
ment of, 30-32 
structure of, 32-34 
surface antigens of, 23-40 
molecular basis of expres- 
sion of, 37-39 
structure of, 37 
variability of, 26, 34-37 
Paramecium tetraurelia 
antigen coexpression in, 28 
coding sequences of, 32-34 
DNA-mediated transformation 
in, 38-39 
noncoding sequences of, 34 
sequence elimination in, 30 
serotypes of, 27 


Paramyxoviruses 
F glycoproteins of, 11 
Paromomycin 
enzymes modifying, 211 
resistance genes for, 175 
Particle agglutination 
human immunodeficiency 
virus type | antibodies 
and, 640 
Pathogenicity, 1-19 
biological tests of 
comparing strains in, 5-7 
gonococcal, 126 
studies of 
future of, 15-19 
steps in, 4-12 
Pedigree studies 
prion diseases and, 365 
Pefloxacin 
biotransformation of, 606 
pharmacokinetics of, 605 
respiratory tract infections 
and, 609 
theophylline serum con- 
centrations and, 611-12 
Penicillin 
biosynthesis of, 179-80 
gene linkage and, 181 
genes for, 175 
intracellular survival of gono- 
cocci and, 132 
staphylococcal plasmids and, 
538 
Penicillium chrysogenum 
acyltransferase gene of, 181 
isopenicillin N synthase gene 
of, 180 
penicillin biosynthesis and, 
175 
Peptide secondary metabolites, 
176-81 
Peptidoglycan 
bacterial cell wall and, 150- 
51 
gonococcal 


inflammatory reactions and, 


124 
Peyer’s patches 
immunoglobulin A responses 
in, 509 
tolerance to alien antigens 
and, 79-80 
Phage(s) 
See Bacteriophage(s) 
Phagocytic cells 
gonococci and, 121-38 
chemotaxis and, 123-24 
cytotoxicity and, 124-25 
extracellular events and, 
122-26 
intracellular events and, 
131-38 
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opsonization and, 125-26 
surface events and, 126-31 
Phagocytosis 
in vivo 
extracellular events in, 122- 
26 
opsonins and, 125-26 
Phenoxazinone synthase, 179 
carbon catabolite regulation 
of, 195 
Phleomycin 
resistance to, 223-24 
Phosphate 
secondary metabolism and, 
194-95 
Phosphatidic acid 
synthesis of, 325-37 
Phosphinothricin 
inactivation of, 215 
Phospholipids 
DNA replication and, 333 
incorporation of fatty acids 
into, 325 
protein translocation and, 
333-34 
synthesis of 
bacterial, 325-32 
N-Phosphoribosylanthranilate 
isomerase 
tryptophan pathway and, 583- 
86 


Phosphoribosyltransferase 
tryptophan pathway and, 579- 
81 


Phosphorus 
starvation survival and, 300-3 
Physarum polycephalum 
retrotransposons of, 405 
Pilin, 127 
proteolytic degradation of, 
138 


Plant cells 
antibiotic biosynthesis and, 
174 
Plasmid(s) 
DNA/membrane complexes 
and, 107-10 
staphylococcal, 537-60 
classification of, 538-44 
cloning vectors for, 560 
host range of, 544-45 
recombination and transfer 
systems of, 546-48 
replication and maintenance 
of, 548-60 
transduction of, 545 
transformation of, 546 
Plasmid ColE1, 109 
Plasmid pSL103, 109-10 
Plasmid pUB110, 109-10 
Plasmid R6K, 109 
Plasmid RK2, 107-9 
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DNA synthetic product of, 
108 


initiation in vivo, 107-8 
Pleiotropic effectors 
secondary metabolism and, 
193-94 
Pneumococci 
DNA/membrane complexes 
of, 92-94 
Polioviruses 
neutralizing antibodies and, 
524-25 
Polymerase chain reaction 
human immunodeficiency 
virus type | and, 642-44 
Polymorphonuclear granulocytes 
gonococci and, 122 
Polymorphonuclear phagocytes 
virulent viruses and, 6 
Portal protein 
DNA packaging and, 270 
Prion(s) 
definition of, 347-48 
disease due to 
infectious, sporadic, and 
genetic, 364-66 
diversity and replication of, 
361-63 
multiple forms of, 355-59 
nucleic acid specific for 
search for, 360-61 
Prion protein 
genes 
structure and ¢ “ganization 
of, 350-51 
isoforms 
function of, 354-55 
mRNA 
transcription of, 352-53 
posttranslational modifications 
of, 353-54 
scrapie, 348-49 
Prodigiosin 
biosynthesis of, 190-91 
Prokaryotes 
See Bacteria 
Pronase 
vesicular stomatitis virus in- 
fectivity and, 8 
Propionibacterium spp. 
gram-staining variability in, 
153 


Prostatitis 
lomefloxacin and, 617 
Proteases 
bacterial 
alkalophilic, 453 
immunoglobulin A sub- 
classes and, 508-9 
Protein degradation 
starvation survival and, 295- 
96 
Protein synthesis 
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hygromycin B and, 213 
Protein translocation 
phospholipids and, 333-34 
Proteus mirabilis 
growth in vivo of 
iron restriction and, 10 
Proteus spp. 
fluorinated quinolones and, 
607 
Proteus vulgaris 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
Protists 
surface antigens of, 23-24 
Pseudomonas aeruginosa 
ciprofloxacin and, 608 
electropositive antibiotics and, 
161 
growth in vivo of 
iron restriction and, 10 
murein sacculus of, 151 
norfloxacin and, 602 
second-generation quinolones 
and, 609 
TrpB sequence of, 587 
TrpE sequence of, 574-75 
TrpG sequence of, 574-75 
Pseudomonas cepacea 
ciprofloxacin and, 608 
Pse A, 7 1p hili. 
ciprofloxacin and, 608 
Pseudomonas putida 
TrpB sequence of, 587 
TrpE sequence of, 574 
TrpG sequence of, 574 
Pseudomonas spp. 
anthranilate synthase and, 571 
N-phosphoribosylanthranilate 
isomerase and, 584 
Pseudomurein, 153 
Puromycin 
biosynthesis of, 191 
enzymes modifying, 213-14 
resistance genes for, 175 
Pyocin 
intracellular survival of gono- 
cocci and, 133 
Pyrobaculum islandicum 
acetate catabolism in, 59 
Pyrococcus furiosus 
acetate catabolism in, 59 
Pyrogenic exotoxins, 383-84 


Q 


Quinolones, 601-17 
chemical structures of, 603 
mode of action of, 603-5 
second-generation, 605-12 
adverse effects of, 611 
clinical pharmacology of, 
605-6 





clinical uses of, 608-11 

drug interactions of, 611-12 

microbiological activity of, 
606-8 

toxicity of, 612 

third-generation, 612-17 

clinical pharmacology of, 
612-13 

clinical uses of, 614-17 

drug interactions of, 617 

microbiological activity of, 
613 


R 


Radioimmunoprecipitation 
human immunodeficiency 
virus type | and, 637 
Recombinant DNA 
staphylococcal genetics and, 
378 


in vitro packaging in, 285-86 
Recombinant DNA-derived pep- 
tide antigens 
human immunodeficiency 
virus type 1 and, 637-39 
Reoviruses 
pathogenicity of 
reassortants and, 14 
Replication 
viral pathogenicity and, 11-12 
Respiratory tract infections 
second-generation quinolones 
and, 609 
Retrotransposition 
models for, 418-21 
Retrotransposons, 403-27 
major classes of, 404-11 
poly(A)-type, 408-10 
retroviruslike, 405-8 
reverse transcription of, 418- 
7 


intermediates in, 424-26 
putative primers for, 421- 
24 
recombination-like events 
during, 426-27 
transcription of, 411-18 
Retroviruses 
human 
structure and immunogenic- 
ity of, 631-32 
“Reversibacterium™ 
acetate catabolism in 
carbon monoxide de- 
hydrogenase pathway 
and, 55-56 
Rhizobium leguminosarum 
N-phosphoribosylanthranilate 
isomerase and, 584 
Rhizobium meliloti 
TrpE sequence of, 575 
TrpG sequence of, 574 





Ribostamycin 
enzymes modifying, 211 
Ritter’s disease, 379 
RNA degradation 
Starvation survival and, 294- 
95 
Rotaviruses 
neutralizing aptibodies and, 


S 


Saccharomyces cerevisiae 
retrotransposons of, 405 
TrpE sequence of, 575 

Saccharomyces spp. 

TrpG sequence of, 574 

Saccharopolyspora erythraea 
antibiotic resistance in, 219 
erythromycin biosynthesis 

and, 181-82 

Salmonella spp. 

fluorinated quinolones and, 
607 

second-generation quinolones 
and, 609 

Salmonella tel-aviv 
immunoglobulin A/ 

immunoglobulin G anti- 
bodies and, 518-19 

Salmonella typhi, 4 

Salmonella typhimurium, 4 
anthranilate synthase- 

phosphoribosyltransferase 
complex in, 579 
cathepsin G and, 135 
generation times of, 294 
immunoglobulin A/ 
immunoglobulin G anti- 
bodies and, 518-19 
intestinal colonization by 
Streptomycin and, 73 
mutant strains of 
Stress resistance of, 310 
peptidase-deficient mutants of 
starvation and, 306 
TrpA sequence of, 589 
TrpB sequence of, 586 
TrpE sequence of, 574 

Salpingitis 

acute 
serum-sensitive gonococcal 
strains and, 123 

Scarlatiniform rash, 379 

Scrapie 
incubation time of 

host genetic control of, 
359-60 

Scrapie prion(s), 345-67 

Scrapie prion protein, 348-49 

Secondary metabolism 
gene expression in 

regulation of, 193-96 


Secondary metabolites 
biosynthesis of, 174 
peptide, 176-81 

Secretory immunoglobulin A, 

50 


virus neutralization and, 525- 
6 


Secretory immunoglobulin A re- 
sponse 
molecular aspects of, 511-26 
Serine protease 
regulation of 
exp/agr locus and, 395 
Serratia marcescens 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
prodigiosin biosynthesis in, 
190 


Sexually transmitted diseases 
(STDs) 
second-generation quinolones 
and, 610 
Shales 
microfossils in, 164-66 
Sheaths 
bacterial, 154-55 
metallic ions and, 158 
Shigella dysenteriae 
TrpG sequence of, 572-73 
Shigella spp. 
cell-invasion determinants of, 
12 
fluorinated quinolones and, 
607 


immunoglobulin A/ 
immunoglobulin G anti- 
bodies and, 518-19 
Sialic acid 
viral pathogenicity and, 18-19 
Signal nucleotides 
starvation survival and, 296- 
97 
Signal peptide 
influenza virus hemagglutinin 
and, 469 
Sindbis virus 
envelope glycoproteins of 
complement activation and, 
18-19 
Siomycin, 220 
Skin infections 
second-generation quinolones 
and, 610 
S-layers 
bacterial, 154-55 
metallic ions and, 157-58 
Sodium cycle 
alkalophilic bacteria and, 440- 
43 
Soft tissue infections 
second-generation quinolones 
and, 610 
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Spectinomycin 
intracellular survival of gono- 
cocci and, 132 
Sphaerotilus spp. 
sheaths of, 155 
metallic ions and, 158 
Spirochaeta aurantia 
TrpE sequence of, 575 
Sporangiomycin, 220 
Sporosarcina ureae 
S-layers of 
metallic ions and, 157 
Staphylococcal plasmids, 537-60 
classification of, 538-44 
cloning vectors for, 560 
host range of, 544-45 
recombination and transfer 
systems of, 546-48 
replication and maintenance 
of, 548-60 
transduction of, 545 
transformation of , 546 
Staphylococcal scalded skin syn- 
drome, 379 
Staphylococcus aureus 
cathepsin G and, 134 
ciprofloxacin and, 608 
enterotoxins of, 382-91 
serological groups of, 383 
extracellular protein toxin 
genes of 
regulation of, 394-95 
norfloxacin and, 602 
plasmid pUB110, 109 
plasmids of, 538 
pyrogenic exotoxins of, 383- 


second-generation quinolones 
and, 609 
toxins of, 375-96 
epidermolytic, 379-82 
extracellular, 376 
membrane-damaging, 391- 
94 


Staphylococcus pyrogenes 
pyrogenic exotoxins of, 383- 
84 


Staphylococcus saprophyticus 
second-generation quinolones 
and, 609 
Staphylococcus simulans 
plasmids of, 538 
Staphylococcus xylosus 
plasmids of, 538 
Staphylokinase 
genetic evaluation of, 394 
regulation of 
exp/agr locus and, 395 
Starvation 
enhanced resistance to, 306-7 
Starvation proteins 
function and regulation of, 
310-11 
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synthesis of, 307-9 
Starvation survival, 293-312 
carbon and, 305-6 
iron and, 303-5 
macromolecular degradation 
and, 294-97 
nitrogen and, 297-300 
phosphorus and, 300-3 
Streptoalloteichus hinustanus 
tallysomycin produced by, 
224 


Streptococcal erythrogenic toxin, 
5 


Streptococcus mutans 
immunoglobulin A and, 514 
Streptococcus pneumoniae 
DNA/membrane complex of, 
92-94 
DNA polymerases of, 93-94 
immunoglobulin Al proteases 
from, 515 
multienzyme activity in vitro 
of, 92-93 
second-generation quinolones 
and, 609 
Streptococcus sanguis 
immunoglobulin Al proteases 
from, 515 
Streptococcus spp. 
adhesins from 
Structures of, 11 
Streptogramin 
resistance to 
regulation of, 226-27 
Streptomyces albogriseolus 
neomycin produced by, 211 
Streptomyces alboniger 
puromycin produced by, 191, 
213 
Streptomyces antibioticus 
phenoxazinone synthase gene 
of 
cloning of, 179 
Streptomyces azureus 
thiostrepton and, 216 
Streptomyces bikiniensis 
Streptomycin phosphorylation 
and, 212 
Streptomyces capreolus 
capreomycin produced by, 
214 


Streptomyces clavuligerus 
isopenicillin N synthase gene 
of, 180 
Streptomyces coelicolor 
methylenomycin produced by, 
222 


Streptomyces collinus 
kirromycin produced by, 216 
Streptomyces fradiae 
tylosin biosynthesis and, 182 
Streptomyces glaucescens 
tetracenomycin C biosynthesis 
and, 184 


SUBJECT INDEX 


Streptomyces griseus 
streptomycin phosphorylation 
and, 212 
Streptomyces hygroscopicus 
bialaphos biosynthesis and, 
177-79 
hygromycin B produced by, 
213 
Streptomyces hygroscopicus 
ATCC 21705 
bialaphos produced by, 215 
Streptomyces kanamyceticus 
kanamycin produced by, 211 
Streptomyces lavendulae 
Streptothricin produced by, 
214 
Streptomyces lipmanii 
isopenicillin N synthase gene 
of, 180 
Streptomyces noursei 
nourseothricin produced by, 
214 
Streptomyces ramocissimus 
kirromycin produced by, 216 
Streptomyces rimosus 
oxytetracycline biosynthesis 
and, 175 
paromomycin produced by, 
211 
tetracycline resistance genes 
of, 183 
Streptomyces sphaeroides 
novobiocin resistance in, 227 
Streptomyces spp. 
aminoglycoside biosynthesis 
and, 184-87 
antibiotic biosynthesis and, 
174 
antibiotic resistance genes 
and, 175 
linear plasmids in, 175-76 
Streptomyces tenebrarius 
enzyme activities of, 211-12 
Streptomyces tenjimariensis 
aminoglycoside resistance in, 
219 
Streptomyces verticillus 
bleomycin produced by, 224 
Streptomyces vinaceus 
viomycin produced by, 214 
Streptomyces viridochromogenes 
bialaphos biosynthesis and, 
177-79 
Streptomyces viridochromogenes 
Ti494 
bialaphos produced by, 215 
Streptomycin 
biosynthesis of, 184-87 
enzymes modifying, 212-13 
intestinal colonization by Sal- 
monella typhimurium 
and, 73 
resistance to 
regulation of, 225-26 


resistance genes for, 175 
Streptothricin 

enzymes modifying, 214-15 
Sulfolobus spp. 

cell surface of, 153 
Sulfomycin, 220 
Surface antigens 

variation in Paramecium, 23- 

40 

Syphilis 

quinolones and, 610 


T 


Tallysomycin 
resistance to, 223-24 
T cells 
cytotoxic 
virulent viruses and, 6 
exfoliative toxins and, 380 
Teichoic acid 
bacterial cell wall and, 151 
Teichuronic acid 
Bacillus licheniformis NCTC 
6346 cell walls and, 156 
Temafloxacin, 602 
Terminases 
DNA packaging and, 270 
Tetanus toxin 
chemical structure/biological 
function of, 11 
Tetracenomycin C 
biosynthesis of, 184 
Tetracyclines 
biosynthesis of, 183-84 
resistance to, 223 
Tetrahymena thermophila 
macronuclear genome of, 30 
sequence elimination in, 31 
Theophylline 
second-generation quinolones 
and, 611-12 
Thermococcus celer 
acetate catabolism in, 59 
Thermofilum pendens 
acetate catabolism in, 59 
Thermoplasma spp. 
cell surface of, 153 
Thiostrepton 
resistance to, 220 
Streptomyces azureus and, 
216 
Thymus 
immunoregulation of intestinal 
flora and, 77-78 
Tosufloxacin, 602 
Toxic epidermal necrolysis, 379 
Toxic shock syndrome, 383 
toxic shock syndrome toxin-1 
and, 390-91 
Toxic shock syndrome toxin-1, 
383-84, 390-91 
regulation of 
exp/agr locus and, 395 





Toxin(s) 
bacterial 
biological activity in vivo 
of, 9 
chemical structure/ 
biological function of, 
11-12 
identifying, 7 
immunoglobulin A and, 
514-16 
cholera, 10 
epidermolytic, 379-82 
exfoliative, 379-82 
staphylococcal 
extracellular, 375-96 
membrane-damaging, 391- 


streptococcal erythrogenic, 
385 
Vero 
human disease and, 9 
a-Toxin 
genetics of, 392-93 
regulation of 
exp/agr locus and, 395 
B-Toxin 
genetics of, 393-94 
regulation of 
exp/agr locus and, 395 
y-Toxin 
regulation of 
exp/agr locus and, 395 
Transmissible gastroenteritis 
virus 
secretory immunoglobulin A 
and, 525-26 
Transmissible mink encephalo- 
pathy, 345, 366 
Traveler's diarrhea 
second-generation quinolones 
and, 609 
Treponema pallidum 
gene cloning and, 13 
Trichomonas vaginalis 
gonococcal phagocytosis by, 
128 
Tropical spastic paraparesis 
human T-cell lymphotropic 
virus type | and, 630, 
648 
Trypanosoma brucei 
transposonlike elements of, 
409-10 
Trypanosoma spp. 
surface antigens of, 24 
Tryptophan genes 
DNA sequences of, 568- 
69 
Tryptophan pathway, 567-95 
anthranilate synthase and, 
571-79 
attenuation and, 591-92 
indoleglycerol phosphate syn- 
thase and, 581-83 


N-phosphoribosylanthranilate 
isomerase and, 583-86 

phosphoribosyltransferase and, 
579-81 

structural genes of 

chromosomal disposition 
of, 570-71 

tryptophan synthase and, 586- 

91 


Tryptophan synthase 
a subunit, 589-91 
B subunit, 586-89 
tryptophan pathway and, 586- 
91 


Tylosin 
biosynthesis of, 182 
Tyrocidine biosynthetic genes, 


U 


Undecylprodigiosin 
biosynthesis of, 175, 190-91 
Ureaplasma urealyticum 
second-generation quinolones 
and, 610 
Urethritis 
gonococcal 
lomefloxacin and, 617 
phagocytic cells and, 123 
nongonococcal 
lomefloxacin and, 617 
Urinary tract infections 
nalidixic acid and, 602 
second-generation quinolones 
and, 608-9 


Vv 


Varicella-zoster virus, 235 
genetic contents of, 247-49 
Vero toxins 
human disease and, 9 
Vesicular stomatitis virus (VSV) 
glycoproteins of 
cytoplasmic regions of, 
474-75 
infectivity of 
bromelain and pronase and, 
8 
Vibrio cholerae 
growth in vivo of 
iron restriction and, 10 
immunoglobulin A and, 515 
intestinal colonization by 
immunoglobulin A and, 79 
mucosal immunity to, 522 
toxR gene of 
toxin and pilus-colonization 
factor and, 17 
Vibrio harveyi 
anthranilate synthase- 
phosphoribosyltransferase 
complex and, 579 
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Vibrio parahaemolyticus 
TrpB sequence of, 587 
TrpE sequence of, 575 
TrpG sequence of, 573- 
74 
irp operon of 
attenuation and, 591 
Vibrio spp. 
second-generation quinolones 
and, 609 
Viomycin 
enzymes modifying, 214 
resistance genes for, 175 
Virulence 
comparison of 
methods for, 4-5 
determinants of 
methods for identifying, 7- 
8 
high and low 
obtaining strains of, 5 
plasmid transfer of, 13 
staphylococcal cell-free pro- 
ducts and, 375-76 
Viruses 
neutralization of 
immunoglobulin A and, 
523-26 
pathogenicity of, 1-19 
biological tests of, 6-7 
genetic manipulation and, 
14-15 
replication and, 11-12 
steps in studies of, 4-12 
virulence of 
comparing, 4-5 
differing, 5 
See also specific type 


W 


Western blot 
human immunodeficiency 
virus type | and, 635-37 


X 


Xylanases 

alkalophilic bacteria and, 455- 
D-Xylose isomerase 

alkalophilic bacteria and, 456 


Y 


Yeast 
retrotransposons of 
host factors and, 415-16 
transcription of, 411-12 
Yersinia enterocolitica 
generation times of, 294 





